Stenotrophomonas maltophilia is an opportunistic pathogen that occupies a variety of niches both inside and outside hospitals, mostly in moist environments (1) (3) studies. In addition, environmental strains of E. meningosepticum, Pseudomonas sp.,
Sphingomonas paucimobilis
and Wautersia paucula have been tested and no crossreactivity was reported (2) . In the present study, we examined cross-reactions with other Stenotrophomonas species and closely related genera occupying similar environmental niches. Though 23S rRNA gene sequences from P. aeruginosa, P. fluorescens and P. stutzeri (PCR-negative species (5)) were of the next highest identity to the query sequence (83-85% identity; 99% query coverage; E value, 2e-163 to 6e-158), they had more significant mismatches in their primer binding regions.
S. maltophilia is the only Stenotrophomonas species to cause infection in humans.
With the potential for use of Stenotrophomonas species as biological control agents (1, 6) , it is important to be able to distinguish between S. maltophilia and other apparently less harmful Stenotrophomonas species sharing the same habitat and possessing similar biological control capacity. Molecular methods are increasingly used to identify or confirm the identity of bacterial isolates. Our findings emphasize the need to thoroughly evaluate SS-PCR methods using related species, particularly when such species may share an ecological niche. 
